The PqqD homologous domain of the radical SAM enzyme ThnB is required for thioether bond formation during thurincin H maturation  by Wieckowski, Beata M. et al.
FEBS Letters 589 (2015) 1802–1806journal homepage: www.FEBSLetters .orgThe PqqD homologous domain of the radical SAM enzyme ThnB is
required for thioether bond formation during thurincin H maturationhttp://dx.doi.org/10.1016/j.febslet.2015.05.032
0014-5793/ 2015 Federation of European Biochemical Societies. Published by Elsevier B.V. All rights reserved.
Author contributions: BMW and JDH equally contributed to the overall design,
conduction and analysis of the presented experiments; AM and LB provided further
experimental assistance; OB performed the EPR measurements, MAM generally
supervised this study and conceived it together with BMW and JDH; the manuscript
was written by JDH, BMW and MAM and was revised by AM.
⇑ Corresponding author.
E-mail address: marahiel@staff.uni-marburg.de (M.A. Marahiel).
1 These authors have contributed equally to this work.Beata M. Wieckowski 1, Julian D. Hegemann 1, Andreas Mielcarek, Linda Boss, Olaf Burghaus,
Mohamed A. Marahiel ⇑
Department of Chemistry/Biochemistry, LOEWE Center for Synthetic Microbiology, Philipps-Universität Marburg, Hans-Meerwein-Strasse 4, 35032 Marburg, Germany
a r t i c l e i n f oArticle history:
Received 14 April 2015
Revised 11 May 2015
Accepted 16 May 2015
Available online 27 May 2015
Edited by Miguel De la Rosa
Keywords:
Natural product
Ribosomal peptide
Sactipeptide
Biosynthesis
Radical SAM enzyme
[4Fe–4S] clustera b s t r a c t
Thurincin H is a 31-residue, ribosomally synthesized bacteriocin originating from the thn operon of
Bacillus thuringiensis SF361. It is the only known sactipeptide carrying four thioether bridges
between four cysteines and the a-carbons of a serine, an asparagine and two threonine residues.
By analysis of the thn operon and use of in vitro studies we now reveal that ThnB is a radical S-
adenosylmethionine (SAM) enzyme containing two [4Fe–4S] clusters. Furthermore, we conﬁrm
the involvement of ThnB in the formation of the thioether bonds present within the structure of
thurincin H. Finally, we show that the PqqD homologous N-terminal domain of ThnB is essential
for maturation of the thurincin H precursor peptide, but not for the SAM cleavage activity of ThnB.
 2015 Federation of European Biochemical Societies. Published by Elsevier B.V. All rights reserved.1. Introduction
Sactipeptides are ribosomally assembled and post-
translationally modiﬁed peptides (RiPPs). The ﬁve so-far known
members of this class of natural products are deﬁned by their
intriguing key feature that consists of one or several thioether
bonds, which are formed through the crosslinking of a cysteine sul-
fur atom with an unreactive a-carbon of an acceptor amino acid
[1,2]. The ﬁrst reported representative of this RiPP class was sub-
tilosin A [3,4], which was, alongside the sporulation killing factor
(SKF) [5] found in Bacillus subtilis 168. The remaining sactipeptides
originate from Bacillus thuringiensis DPC 6431 (Trn-a and Trn-b,
which together form the two-component bacteriocin thuricin CD)
[6,7], and from B. thuringiensis SF361 (thurincin H) [8]. Their known
biological functions range from antimicrobial activities against
Gram-positive bacteria for thuricin CD, thurincin H and subtilosinA to the spermicidal or hemolytic activities of certain subtilosin
A variants [9–12]. From these sactipeptides, thurincin H is pro-
duced by the thn operon that comprises amongst others the tan-
dem genes thnA1-A3, which encode three identical copies of the
40-residue precursor peptide ThnA (see Fig. 1). Bioinformatic anal-
ysis of other genes in this cluster revealed thnR to encode a puta-
tive transcriptional regulator and thnP to encode a protein highly
homologous to the epidermian leader peptide-processing serine
protease EpiP. Thus, it is most likely that the function of ThnP is
to cleave off the nine residue long leader peptide of ThnA.
Furthermore, the gene product ThnD is predicted to be an
ATP-binding protein, ThnE to be a permease and ThnT to be an
ABC-secretion protein, while ThnI has no homologs of known func-
tion. Finally, thnB encodes an enzyme highly homologous to AlbA,
which is the subtilosin A maturating enzyme and belongs to the
family of radical SAM (S-adenosylmethionine) enzymes.
Therefore, ThnB was assumed to be involved in the catalysis of
the post-translational modiﬁcations in ThnA [12].
Generally, radical SAM enzymes comprise a typical CXXXCXXC
binding motif for a [4Fe–4S] cluster. Three irons of such a cluster
are coordinated by its cysteines, while in the catalytic active state
the unique iron coordinates SAM. In its reduced state, such a clus-
ter mediates the reductive cleavage of SAM into methionine and a
50-desoxyadenosyl (50-dA) radical (see Fig. 2). The so formed 50-dA
radical can then initiate a wide variety of subsequent chemical
Fig. 1. (a) Graphical representation of the thn operon. (b) Schematic depiction of the ThnA precursor peptide. The leader peptide (ranging from residues 1 to 9) is shown in
yellow. The core peptide (ranging from residues 1 to 31) is shown in dark green, with exceptions of the cysteines (light green) and acceptor amino acids (blue) that are
involved in the post-translational thioether bond formation. (c) Structure of thurincin H.
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transformations, rearrangements, DNA and RNA modiﬁcations
and dehydrogenations [13,14].
AlbA and SkfB have already been characterized as radical SAM
enzymes containing two [4Fe–4S] clusters and were shown to cat-
alyze thioether bond formations yielding the sactipeptides sub-
tilosin A and SKF, respectively [15,16]. In both enzymes, the
second [4Fe–4S] cluster is coordinated to a binding site typical
for so-called SPASM (subtilosin A/pyrroloquinoline quinone/anaer-
obic sulfatase/mycofactocin maturation enzymes) domains. Such
SPASM domains are present in more than 280 predicted radical
SAM enzymes, of which the majority is included in putative RiPP
biosynthetic gene clusters [17]. PqqE, as another example of a rad-
ical SAM enzyme with two [4Fe–4S] clusters, is involved in the
maturation of the cofactor pyrroloquinoline quinone (PQQ). In a
previous study, PqqE was reported to interact with the protein
PqqD during the maturation of the PQQ precursor peptide PqqA
[18,19].
Here, we demonstrate that ThnB is a two [4Fe–4S] cluster con-
taining radical SAM enzyme, which catalyzes the formation of four
thioether bonds in the thurincin H precursor peptide ThnA.
Additionally, we provide evidence that the PqqD-like domain of
ThnB is required for the maturation reaction of ThnA, but is not
essential for the SAM cleavage activity.2. Materials and methods
Materials and methods are described in Supplementary data.
3. Results and discussion
Initially, the thnB gene was cloned into the pET28a(+) vector
and expressed in Escherichia coli BL21 (DE3) (see Supplementary
Fig. S2). The resulting His6-ThnB was puriﬁed by Ni–NTA afﬁnity
chromatography and reconstituted under anaerobic conditions.
Afterwards, the protein was assayed for SAM cleavage activity in
both presence and absence of the reducing agent sodium dithionite
(DT). SAM cleavage into methionine and 50-dA, which is as men-
tioned above a characteristic activity of radical SAM enzymes,
was detectable for reconstituted ThnB in presence of dithionite
(Supplementary Fig. S3). As expected, control reactions lacking
either the reducing agent or ThnB showed no formation of SAM
cleavage products. UV–vis and EPR spectra of reconstituted ThnB
provided evidence for the presence of at least one [4Fe–4S] cluster,
as they showed the characteristic absorption patterns and g-values
for such a moiety (see Supplementary Fig. S3) [20,21].
Determination of the iron and sulfur content revealed the presence
of 5.7 ± 0.8 iron and 8.3 ± 3.3 sulfur equivalents, suggesting that
more than one [4Fe–4S] cluster is located in ThnB. Hence, the triple
Fig. 2. (a) Above, a schematic of the reaction in an SAM cleavage positive assay is
shown. Initially, an electron is transferred from the [4Fe–4S] cluster to SAM that is
thereby cleaved into methionine and a 50-dA radical. In absence of a second
substrate, the radical will then react to 50-dA by abstracting a hydrogen atom in an
unspeciﬁc radical reaction. Below, the chromatogram of an according assay with
ThnB, SAM and DT is shown alongside two controls, lacking either DT or both ThnB
and DT. (b) MS spectra from the LC-FT-MS analyses of the thioether bond formation
assays and control reactions with GlyProThnA. In the control reaction without ThnB
(blue) singly bridged GlyProThnA (sbGlyProThnA) was detected, while in the assay
with ThnB (black) the quadruply bridged species (qbGlyProThnA) was observed.
The mass difference of both compounds is 6.0525 Da, which corresponds to six
hydrogen atoms. (c) Schematic of the formation of sbGlyProThnA and
qbGlyProThnA under the respective assay conditions as well as the subsequent
reaction with iodoacetamide. (d) The observed mass of the four times car-
bamidomethylated GlyProThnA is shown in purple.
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site-directed ligase-independent mutagenesis (SLIM) [22,23] to
probe ThnB for the presence of a second [4Fe–4S] cluster, as this
variant lacks all cysteine residues of the ﬁrst, highly conserved
CXXXCXXC iron cluster coordinating motif. In agreement with
the experiments done for AlbA and SkfB [15,16], the UV–vis and
EPR spectra still feature all the distinctive signals of a [4Fe–4S]
cluster, thus conﬁrming that ThnB must possess more than one
cluster. At the same time, this mutation completely abolished the
capability of the enzyme to cleave SAM, highlighting that the cor-
responding [4Fe–4S] cluster is essential for this catalytic activity
(see Supplementary Fig. S4).
To explore the role of ThnB in the maturation of thurincin H in
vitro, the precursor peptide substrate ThnA had to be isolated ﬁrst.
For this, thnA was incorporated in pET48b(+) by inverse PCR [24]
and subsequently expressed as a thioredoxin-ThnA fusion protein.
After isolation, the thioredoxin-tag was cleaved off by HRV-3C pro-
tease treatment, yielding a ThnA derivative with additional
N-terminal glycine and proline residues (GlyProThnA), which was
puriﬁed by HPLC (see Supplementary Fig. S5). To asses if ThnB is
able to catalyze the thioether bond formation in GlyProThnA, mod-
iﬁcation assays were performed under anaerobic and reductive
conditions. To stop the reaction, a solution of 1 mM
Tris(2-carboxyethyl)phosphine (TCEP) in methanol was added.
Still, the samples were exposed to aerobic atmosphere while
preparing them for analysis by high resolution LC–FT–MS. Hence,
the formation of disulﬁde bonds could have occurred, causing, sim-
ilar to the formation of a single thioether bond, a loss of two hydro-
gen atoms per disulﬁde bond. Therefore, even in the control
reaction without ThnB, the formation of a single bridging moiety
was observed. In contrast, the assay in presence of ThnB shows
the loss of eight hydrogen atoms, which refers to the formation
of four bridges, which exceeds the total number of disulﬁde
bridges that could be formed in GlyProThnA and thus most likely
correlates to the expected formation of four thioether bonds (see
Fig. 2). To conﬁrm the formation of thioether bonds in presence
of and the formation of a single disulﬁde bond in absence of
ThnB, the assays were repeated and before the measurement the
samples were treated with iodoacetamide under anaerobic condi-
tions. Under the described reaction conditions, all free cysteines as
well as cysteines involved in disulﬁde bonds will be car-
bamidomethylated, which leads to a characteristic mass shift for
each modiﬁed cysteine residue. In contrast, cysteines involved in
thioether bonds cannot be modiﬁed by iodoacetamide treatment
[15]. Therefore, this method presents an efﬁcient way to discrimi-
nate between thioether and disulﬁde bonds. As expected, this
experiment conﬁrmed that in absence of ThnB only a single disul-
ﬁde bond is formed in GlyProThnA, as all four cysteines present in
this peptide were carbamidomethylated. At the same time, the
qpGlyProThnA that resulted from ThnB treatment was not modi-
ﬁed under the reaction conditions, which proves that the observed
loss of eight hydrogen atoms was caused by the formation of four
individual thioether bonds (see Supplementary S6).
Additional experiments on the SPASM cluster binding site were
done to elucidate the location and role of the second [4Fe–4S] clus-
ter during the thioether bond formation. For identiﬁcation of the
SPASM site, the C-terminal parts of the known sactipeptide matu-
ration enzymes AlbA, SkfB, TrnC and TrnD were aligned with ThnB.
The in this way identiﬁed cysteine residues were exchanged with
alanines via SLIM, yielding the variant ThnB (C449A C455A
C458A). The reconstituted variant still shows the UV–vis and EPR
values characteristic for the presence of a [4Fe–4S] cluster
(see Supplementary Fig. S7). The observation that this variant
retains a slight capacity to cleave SAM (see Supplementary
Fig. S7) further emphasizes that only the ﬁrst [4Fe–4S] cluster,
which is bound by the CXXXCXXC motif, is mandatory for this
Fig. 3. (a) Comparison of ThnB and ThnBRSD. (b) UV–vis spectrum of reconstituted
ThnBRSD (red trace) shows the typical absorption bands for [4Fe–4S] clusters. (c)
EPR spectrum of reduced reconstituted ThnBRSD (blue trace) provides further
evidence for the presence of at least one [4Fe–4S] cluster. (d) Reconstituted
ThnBRSD is able to efﬁciently cleave SAM into methionine and 50 dA in presence of
DT. (e) Schematic depiction of the results of the precursor modiﬁcation assays.
While ThnB readily catalyzes thioether bond formation of GlyProThnA under assay
conditions, ThnBRSD is unable to do so. (A detailed comparison of wild type ThnB
and ThnBRSD including their respective activities is depicted in Supplementary
Fig. S11.)
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the second cluster appears to be needed for full SAM cleavage
activity. In the precursor peptide modiﬁcation assay, the ThnB
(C449A C455A C458A) variant was additionally shown to be unable
to catalyze the thioether bond formation (see Supplementary
Fig. S8). Therefore, the second [4Fe–4S] cluster appears to be essen-
tial for catalysis of the maturation reaction.
Further bioinformatic analysis uncovered that the N-terminal
domain of ThnB shares homology to PqqD, which is also true for
the N-terminal region of AlbA. A subsequent alignment of these
domains revealed that these were highly similar in both proteins.
For SkfB, a likewise N-terminal domain was observed, even though
a BLAST analysis did not show the PqqD homology in this case (see
Supplementary Fig. S9). These results encouraged us to inspect the
N-terminal region of ThnB more closely. The previously reported
interaction between PqqD and the radical SAM enzyme PqqE in
the PQQ biosynthesis suggests comparable functions for the
N-terminal PqqD-like domain and the C-terminal [Fe–S] cluster
containing domain of ThnB during the maturation of thurincin H.
Based on the BLAST domain annotation [25–27] a mutant of the
ThnB expression construct was generated, in which the 89 residue
long N-terminal PqqD homologous region of ThnB was deleted. The
resulting modiﬁed construct expressed only the C-terminal [Fe–S]
cluster containing domain of ThnB (370 residues), featuring an
N-terminal His6-tag for puriﬁcation. This protein was designated
ThnBRSD, where RSD stands for Radical SAM Domain. ThnBRSD was
reconstituted as described and analyzed with UV–vis and EPR
spectroscopy, which, as expected, conﬁrmed the presence of at
least one [4Fe–4S] cluster (see Fig. 3). The reconstituted enzyme
was then tested for SAM cleavage activity and for its ability to cat-
alyze the thioether bond formation in GlyProThnA. Interestingly,
the enzyme was unable to catalyze the thioether bond formation
without its PqqD-like domain (see Supplementary Fig. S10), while
it retained its full SAM cleavage activity (see Fig. 3). This suggests
that the N-terminal PqqD homologous domain might be essential
for mediating the interaction between the [Fe–S] cluster containing
domain of ThnB and the ThnA precursor peptide. Therefore, we
infer that the PqqD-like domain of ThnB might be crucial for the
recognition of the precursor peptide and does not contain a cat-
alytic active site itself.
Generally, our data for ThnB is in agreement with the mecha-
nism of thioether bond formation, which was previously suggested
for the radical SAM enzymes AlbA and SkfB [15,16]. In the ﬁrst step
of this mechanism, an electron is transferred from an external
reducing agent to the ﬁrst conserved [4Fe–4S] cluster that has
bound an SAM molecule, while the second [4Fe–4S] cluster coordi-
nates one of the cysteines of the precursor peptide. The bound SAM
then receives this electron and through this can be cleaved into
methionine and the 50-dA radical. The reactive 50-dA radical subse-
quently abstracts a hydrogen atom from the a-carbon of the accep-
tor amino acid. This is then followed by the formation of a
thioether bond between the dehydrogenated acceptor radical and
the cysteine that is coordinated to the second [4Fe–4S] cluster.
In this ﬁnal step, the second [4Fe–4S] cluster receives an elec-
tron and is thereby reduced. In conclusion of the catalytic cycle,
either an intramolecular electron transfer back to the ﬁrst [4Fe–
4S] cluster or a transfer to an external electron acceptor could
occur. In the latter case, another electron has to be transferred from
an external reducing agent to the ﬁrst [4Fe–4S] cluster before the
enzyme can undergo another catalytical turnover.
In light of the presented data, it becomes obvious that the basic
SAM cleavage activity is independent from the PqqD homologous
domain of ThnB, while the reaction at the second [4Fe–4S] cluster
is not possible in absence of this domain. This makes sense, as it
was already shown that the SAM cleavage can occur independent
of the presence or absence of a precursor peptide, proving that thisactivity does not rely on the coordination of this substrate. On the
other hand, the activity of the second [4Fe–4S] cluster is strictly
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peptide. If this is hindered through the deletion of the PqqD-like
domain, may it be due to problems during substrate recognition,
shuttling of the precursor peptide to the catalytic core or position-
ing of the substrate in the right orientation for interaction with the
second [4Fe–4S] cluster, the subsequent reaction should not occur
as well.
In summary, our studies conﬁrmed that ThnB belongs to the
family of two [4Fe–4S] cluster containing radical SAM enzymes
that catalyze the thioether bond formation in their substrate sac-
tipeptide precursor peptides. Furthermore, we could show that
the PqqD homologous domain in ThnB is crucial for successful
thioether bond formation, although the lack of any actual catalyt-
ical moieties in this domain suggests only a role as a mediator
between the precursor peptide and the active site instead of an
active involvement in the enzymatic reaction itself. Still, even
though this domain was proven to be essential for precursor mat-
uration to occur, the actual SAM cleavage activity of ThnB was
unaffected by the absence of this domain. Therefore, these experi-
ments suggest that the sactipeptide processing enzymes could
have a mode of action similar to the one of the PqqD and PqqE pro-
tein pair and provide the basis for future studies that should con-
centrate on probing the actual interactions of the PqqD-like and
the RSD domains of AlbA, SkfB and ThnB with their respective pre-
cursor peptides and amongst each other.
Acknowledgments
The authors gratefully acknowledge the Deutsche
Forschungsgemeinschaft (DFG) and the LOEWE Center for
Synthetic Microbiology (SYNMIKRO) for ﬁnancial support. We also
thank Leif Flühe for his initial advice for this work.
Appendix A. Supplementary data
Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.febslet.2015.05.
032.
References
[1] Arnison, P.G., Bibb, M.J., Bierbaum, G., Bowers, A.A., Bugni, T.S., Bulaj, G.,
Camarero, J.A., Campopiano, D.J., Challis, G.L., Clardy, J., Cotter, P.D., Craik, D.J.,
Dawson, M., Dittmann, E., Donadio, S., Dorrestein, P.C., Entian, K.D., Fischbach,
M.A., Garavelli, J.S., Goransson, U., Gruber, C.W., Haft, D.H., Hemscheidt, T.K.,
Hertweck, C., Hill, C., Horswill, A.R., Jaspars, M., Kelly, W.L., Klinman, J.P.,
Kuipers, O.P., Link, A.J., Liu, W., Marahiel, M.A., Mitchell, D.A., Moll, G.N.,
Moore, B.S., Muller, R., Nair, S.K., Nes, I.F., Norris, G.E., Olivera, B.M., Onaka, H.,
Patchett, M.L., Piel, J., Reaney, M.J., Rebuffat, S., Ross, R.P., Sahl, H.G., Schmidt,
E.W., Selsted, M.E., Severinov, K., Shen, B., Sivonen, K., Smith, L., Stein, T.,
Sussmuth, R.D., Tagg, J.R., Tang, G.L., Truman, A.W., Vederas, J.C., Walsh, C.T.,
Walton, J.D., Wenzel, S.C., Willey, J.M. and van der Donk, W.A. (2013)
Ribosomally synthesized and post-translationally modiﬁed peptide natural
products: overview and recommendations for a universal nomenclature. Nat.
Prod. Rep. 30, 108–160.
[2] Fluhe, L. and Marahiel, M.A. (2013) Radical S-adenosylmethionine enzyme
catalyzed thioether bond formation in sactipeptide biosynthesis. Curr. Opin.
Chem. Biol. 17, 605–612.
[3] Babasaki, K., Takao, T., Shimonishi, Y. and Kurahashi, K. (1985) Subtilosin A, a
new antibiotic peptide produced by Bacillus subtilis 168: isolation, structural
analysis, and biogenesis. J. Biochem. 98, 585–603.
[4] Kawulka, K., Sprules, T., McKay, R.T., Mercier, P., Diaper, C.M., Zuber, P. and
Vederas, J.C. (2003) Structure of subtilosin A, an antimicrobial peptide from
Bacillus subtilis with unusual posttranslational modiﬁcations linking cysteine
sulfurs to alpha-carbons of phenylalanine and threonine. J. Am. Chem. Soc.
125, 4726–4727.
[5] Liu, W.T., Yang, Y.L., Xu, Y., Lamsa, A., Haste, N.M., Yang, J.Y., Ng, J., Gonzalez, D.,
Ellermeier, C.D., Straight, P.D., Pevzner, P.A., Pogliano, J., Nizet, V., Pogliano, K.and Dorrestein, P.C. (2010) Imaging mass spectrometry of intraspecies
metabolic exchange revealed the cannibalistic factors of Bacillus subtilis.
Proc. Natl. Acad. Sci. U.S.A. 107, 16286–16290.
[6] Rea, M.C., Sit, C.S., Clayton, E., O’Connor, P.M., Whittal, R.M., Zheng, J., Vederas,
J.C., Ross, R.P. and Hill, C. (2010) Thuricin CD, a posttranslationally modiﬁed
bacteriocin with a narrow spectrum of activity against Clostridium difﬁcile.
Proc. Natl. Acad. Sci. U.S.A. 107, 9352–9357.
[7] Sit, C.S., McKay, R.T., Hill, C., Ross, R.P. and Vederas, J.C. (2011) The 3D structure
of thuricin CD, a two-component bacteriocin with cysteine sulfur to alpha-
carbon cross-links. J. Am. Chem. Soc. 133, 7680–7683.
[8] Sit, C.S., van Belkum, M.J., McKay, R.T., Worobo, R.W. and Vederas, J.C. (2011)
The 3D solution structure of thurincin H, a bacteriocin with four sulfur to
alpha-carbon crosslinks. Angew. Chem. Int. Ed. Engl. 50, 8718–8721.
[9] Sutyak, K.E., Anderson, R.A., Dover, S.E., Feathergill, K.A., Aroutcheva, A.A., Faro,
S. and Chikindas, M.L. (2008) Spermicidal activity of the safe natural
antimicrobial peptide subtilosin. Infect. Dis. Obstet. Gynecol. 2008, 540758.
[10] Silkin, L., Hamza, S., Kaufman, S., Cobb, S.L. and Vederas, J.C. (2008)
Spermicidal bacteriocins: lacticin 3147 and subtilosin A. Bioorg. Med. Chem.
Lett. 18, 3103–3106.
[11] Huang, T., Geng, H., Miyyapuram, V.R., Sit, C.S., Vederas, J.C. and Nakano, M.M.
(2009) Isolation of a variant of subtilosin A with hemolytic activity. J.
Bacteriol. 191, 5690–5696.
[12] Lee, H., Churey, J.J. and Worobo, R.W. (2009) Biosynthesis and transcriptional
analysis of thurincin H, a tandem repeated bacteriocin genetic locus, produced
by Bacillus thuringiensis SF361. FEMS Microbiol. Lett. 299, 205–213.
[13] Frey, P.A., Hegeman, A.D. and Ruzicka, F.J. (2008) The radical SAM superfamily.
Crit. Rev. Biochem. Mol. Biol. 43, 63–88.
[14] Duschene, K.S., Veneziano, S.E., Silver, S.C. and Broderick, J.B. (2009) Control of
radical chemistry in the AdoMet radical enzymes. Curr. Opin. Chem. Biol. 13,
74–83.
[15] Fluhe, L., Knappe, T.A., Gattner, M.J., Schafer, A., Burghaus, O., Linne, U. and
Marahiel, M.A. (2012) The radical SAM enzyme AlbA catalyzes thioether bond
formation in subtilosin A. Nat. Chem. Biol. 8, 350–357.
[16] Fluhe, L., Burghaus, O., Wieckowski, B.M., Giessen, T.W., Linne, U. and
Marahiel, M.A. (2013) Two [4Fe–4S] clusters containing radical SAM enzyme
SkfB catalyze thioether bond formation during the maturation of the
sporulation killing factor. J. Am. Chem. Soc. 135, 959–962.
[17] Haft, D.H. and Basu, M.K. (2011) Biological systems discovery in silico: radical
S-adenosylmethionine protein families and their target peptides for
posttranslational modiﬁcation. J. Bacteriol. 193, 2745–2755.
[18] Shen, Y.Q., Bonnot, F., Imsand, E.M., RoseFigura, J.M., Sjolander, K. and
Klinman, J.P. (2012) Distribution and properties of the genes encoding the
biosynthesis of the bacterial cofactor, pyrroloquinoline quinone. Biochemistry
51, 2265–2275.
[19] Wecksler, S.R., Stoll, S., Iavarone, A.T., Imsand, E.M., Tran, H., Britt, R.D. and
Klinman, J.P. (2010) Interaction of PqqE and PqqD in the pyrroloquinoline
quinone (PQQ) biosynthetic pathway links PqqD to the radical SAM
superfamily. Chem. Commun. 46, 7031–7033.
[20] Ugulava, N.B., Sacanell, C.J. and Jarrett, J.T. (2001) Spectroscopic changes
during a single turnover of biotin synthase: destruction of a [2Fe–2S] cluster
accompanies sulfur insertion. Biochemistry 40, 8352–8358.
[21] Fugate, C.J. and Jarrett, J.T. (2012) Biotin synthase: insights into radical-
mediated carbon–sulfur bond formation. Biochim. Biophys. Acta 1824, 1213–
1222.
[22] Chiu, J., March, P.E., Lee, R. and Tillett, D. (2004) Site-directed, Ligase-
Independent Mutagenesis (SLIM): a single-tube methodology approaching
100% efﬁciency in 4 h. Nucleic Acids Res. 32, e174.
[23] Chiu, J., Tillett, D., Dawes, I.W. and March, P.E. (2008) Site-directed, Ligase-
Independent Mutagenesis (SLIM) for highly efﬁcient mutagenesis of plasmids
greater than 8 kb. J. Microbiol. Methods 73, 195–198.
[24] Hemsley, A., Arnheim, N., Toney, M.D., Cortopassi, G. and Galas, D.J. (1989) A
simple method for site-directed mutagenesis using the polymerase chain
reaction. Nucleic Acids Res. 17, 6545–6551.
[25] Marchler-Bauer, A. and Bryant, S.H. (2004) CD-Search: protein domain
annotations on the ﬂy. Nucleic Acids Res. 32, W327–W331.
[26] Marchler-Bauer, A., Anderson, J.B., Chitsaz, F., Derbyshire, M.K., DeWeese-
Scott, C., Fong, J.H., Geer, L.Y., Geer, R.C., Gonzales, N.R., Gwadz, M., He, S.,
Hurwitz, D.I., Jackson, J.D., Ke, Z., Lanczycki, C.J., Liebert, C.A., Liu, C., Lu, F., Lu,
S., Marchler, G.H., Mullokandov, M., Song, J.S., Tasneem, A., Thanki, N.,
Yamashita, R.A., Zhang, D., Zhang, N. and Bryant, S.H. (2009) CDD: speciﬁc
functional annotation with the Conserved Domain Database. Nucleic Acids
Res. 37, D205–D210.
[27] Marchler-Bauer, A., Lu, S., Anderson, J.B., Chitsaz, F., Derbyshire, M.K.,
DeWeese-Scott, C., Fong, J.H., Geer, L.Y., Geer, R.C., Gonzales, N.R., Gwadz,
M., Hurwitz, D.I., Jackson, J.D., Ke, Z., Lanczycki, C.J., Lu, F., Marchler, G.H.,
Mullokandov, M., Omelchenko, M.V., Robertson, C.L., Song, J.S., Thanki, N.,
Yamashita, R.A., Zhang, D., Zhang, N., Zheng, C. and Bryant, S.H. (2011) CDD: a
Conserved Domain Database for the functional annotation of proteins. Nucleic
Acids Res. 39, D225–D229.
